Single-crystal X-ray study T = 120 K Mean (C-C) = 0.004 Å R factor = 0.041 wR factor = 0.103 Data-to-parameter ratio = 8.7
The bond lengths and angles in (I) ( Fig. 1 ) are in good agreement with the literature values (Allen et al., 1987) . The imidazole ring makes dihedral angles of 41.2 (1), 31.5 (1) and 41.7 (1) with the C21-C26, C41-C46 and C51-C56 aromatic rings, respectively. In the solid state, intermolecular N-HÁ Á ÁN hydrogen bonds (Table 1) link the molecules into C(4) chains (Bernstein et al., 1995) running along the c axis. The crystal packing (Fig. 2) is further stabilized by van der Waals forces.
Experimental
A mixture of benzil (5.25 g, 0.025 mol), ammonium acetate (l0 g, 0.129 mol) and 2-methylbenzaldehyde (0.018 mol) in glacial acetic acid (50 ml) was heated under reflux for 1-2 h. The product was recrystallized from aqueous ethanol (yield 80%, m.p. 484-486 K) . Table 1 Hydrogen-bond geometry (Å , ).
Symmetry code: (i) x; Ày; z À 1 2 .
The position of the amine H atom was determined from a difference Fourier map and refined freely along with its isotropic displacement parameter. The methyl H atoms were constrained to an ideal geometry (C-H = 0.98 Å ), with U iso (H) = 1.5U eq (C), but were allowed to rotate freely about the C-C bond. The remaining H atoms were placed in geometrically idealized positions (C-H = 0.95 Å ) and constrained to ride on their parent atoms with U iso (H) = 1.2U eq (C). Owing to the absence of any significant anomalous scatterers in the molecule, the 1433 Friedel pairs were merged before the final refinement.
Data collection: COLLECT (Hooft, 1998) ; cell refinement: DENZO (Otwinowski & Minor, 1997) and COLLECT; data reduction: DENZO and COLLECT; program(s) used to solve structure: SIR92 (Altomare et al., 1994) ; program(s) used to refine structure: SHELXL97 (Sheldrick, 1997); molecular graphics: ORTEP-3 for Windows (Farrugia, 1997) and PLATON (Spek, 2003) ; software used to prepare material for publication: SHELXL97.
Figure 2
The crystal packing of (I), viewed along the a axis. The intermolecular N-HÁ Á ÁN hydrogen bonds are shown as dashed lines. All the H atoms, except those involved in hydrogen bonding, have been omitted for clarity. 
Data collection
Nonius KappaCCD area-detector diffractometer Radiation source: Bruker Nonius FR591 rotating anode 10 cm confocal mirrors monochromator Detector resolution: 9.091 pixels mm -1 φ and ω scans Absorption correction: multi-scan (SADABS; Sheldrick, 2003) T min = 0.745, T max = 0.927 10671 measured reflections 1945 independent reflections 1744 reflections with I > 2σ(I) Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating R-factors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 )
x y z U iso */U eq N1 0.7086 (2) 0.01344 (11) 
